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Cysticercosis is one of the common parasitic diseases in rabbits, caused by the metacestode of 
53
Echiococcus graulosus (Ju, 2013) , Taenia multiceps (Li and Zhang et al., 2017) and others (Kolev and 
84
and other species (841, 6.64%).
85
The analysis of GO function annotation provided a functional classification and enrichment
86
analysis for differentially expressed genes (DEGs) (Li and Zhang et al., 2017) . As shown in Figure 3 , Table S3 ). DEGs were assigned to 198 KEGG 116 pathways. Among them, "endocytosis" (ko04144, 86 unigenes) and "phagosome" (ko04145, 66) 117 showed significant enrichment (Additional file 4: Table S4 ). In the pathway enrichment analysis, 118 unigenes were classified into 198 metabolic pathways. The top 10 pathways with the largest 119 unigene numbers were listed in Table 3 . 
121

Prediction of allergen genes
137
The unigenes of T. pisiformis in the two development stages were compared by Blastx against 138 allergen protein sequences, and 808 putative allergen genes were identified (Additional file 5: Table   139 S5). There were 618 putative allergen genes producing Blast hits to genes from other Taenia and
140
Echinococcus (Additional file 6: Table S6 ), while the other 190 did not produce Blast hits to genes 141 from other Taenia and Echinococcus (Additional file 7: Table S7 ).
142
The upregulated DEGs were similarly analyzed in the adult group relative to the larval group 143 and 343 putative allergen genes were predicted (Additional file 8: DEGs related to this pathway(Additional file 14. Figure S1 ). In the results, we found wnt1, wnt4,
156
wnt5a, wnt11 and wnt11b in the larval and adult stage of T. pisiformis transcriptome annotations.
157
The wnt2b-a and wnt3a were found in the adult but were absent in the larvae of T. pisiformis
158
(Additional file 15. 
236
The RNA quality was verified by an Agilent 2100 RNA Nanochip (Agilent, SantaClara, CA, USA) in 237 terms of concentration, RNA integrity number and the 28S:18S ratio.
238
The OligoTex mRNA mini kit (Qiagen) was used to isolate poly (A) mRNA. Fragmentation 
Assembly and Annotation
250
Before assembly, the high-quality clean reads were obtained from raw reads by removing 251 adaptor sequences, duplication sequences, reads containing more than 10% "N'' rates (the "N''
252
character represents ambiguous bases in reads), and low quality reads containing more than 10%
253
bases with Q-value ≤ 20. All the downstream analyses were performed using clean reads. 
Ortholog Groups database). 260
The direction and CDS of unigenes in databases were obtained based on the best alignment 261 results. Unigenes that could not be aligned to the above databases were scanned using the ESTScan 
